**Abstract**

Alcoholism, which is defined by the recurring harmful use of alcohol despite its negative consequences, has lifetime prevalence of 10% and socially serious problem. Accumulating evidence indicate that alcoholism is often comorbid with schizophrenia and these diseases have common genetic risk factors and pathophysiology, such as hypoglutamatergic and hyperdopaminergic activities in the brain.

By performing informatics analyses of genome-wide gene expression data, we previously revealed that brains of patients with schizophrenia have significant similarities with those of infants in their gene expression patterns in the hippocampus and prefrontal cortex (PFC).

Considering that the similarities between alcoholism and schizophrenia, we hypothesized that the brain cells of patients with alcoholism also show pseudo-immature phenotypes.

In this study, we compared genome-wide gene expression patterns in the hippocampus and PFC of patients with alcoholism with those in the corresponding regions of normal infants. Our informatics analyses demonstrated that the gene expression patterns of patients with alcoholism were significantly similar to those of infants in both brain regions. Interestingly, the genes which were changed in both of two groups were significantly overlapped with the genes regulated in the developmental course of parvalbumin-positive neurons.

These results suggest that pseudo-immaturity of the hippocampus and PFC could be one of the endophenotypes of alcoholism and might underlie the brain dysfunctions and behaviors of alcoholism.
